GenCore version 5.1.6 
Copyright (c) 1993 - 2 004 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: December 20, 2004, 15:24:58 ; Search time 172.793 Seconds 

(without alignments) 
809.667 Million cell updates/sec 

Title: US-10-053-975A-1 
Perfect score: 2047 

1 MAVSESQLKKMVSKYKYRDL FQLRALMQKARKTAGLSDLY 3 90 



Sequence : 
Scoring table: 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



2002273 



Searched: 2002273 seqs, 358729299 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : A_Geneseq_2 3Sep04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 
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ALIGNMENTS 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: December 20, 2004, 15:40:45 / Search time 35.897 Seconds 

( wi thou t a 1 ignmen t s ) 
1045.338 Million cell updates/sec 

Title: US-10-053-975A-1 
Perfect score: 2047 

Sequence: 1 MAVS E S QLKKMVS KYKYRDL FQLRALMQKARKTAGLSDLY 3 90 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 283416 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



PIRJ79:* 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: December 20, 2004, 15:26:03 



; Search time 188.612 Seconds 
(without alignments) 
1189.726 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-053-975A-1 
2047 

1 MAVSESQLKKMVSKYKYRDL. 



. FQLRALMQKARKTAGLSDLY 3 90 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 

Searched: 1825181 seqs, 575374646 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



1825181 



Post-processing : 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

UniProt__02 :* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.6 
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OM protein - protein search, using sw model 

Run on: December 20, 2004, 15:24:58 ; Search time 62.0281 Seconds 

(without alignments) 
809.667 Million cell updates/sec 

Title: US-10-053-975A-1_COPY_1__140 
Perfect score: 750 

1 MAVS E S QLKKMVS KYKYRDL QSDLLGLIQVMIWFGDEPP 140 



Sequence : 
Scoring table: 



BLOSUM62 
Gapop 10.0 



2002273 



Gapext 0 . 5 

Searched: 2002273 seqs, 358729299 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : A_Geneseq_23Sep04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


750 


100 


.0 


145 


8 


ADF91424 


Adf 91424 


TSG101UEV 


2 


750 


100 


.0 


237 


4 


AAE09328 


Aae09328 


Human int 


3 


750 


100 


.0 


390 


2 


AAW93424 


Aaw93424 


Human NHT 


4 


750 


100 


.0 


390 


5 


ABP52191 


Abp52191 


Human turn 


5 


750 


100 


.0 


390 


6 


AAE34885 


Aae34885 


Human Tsg 


6 


750 


100 


.0 


390 


6 


ABG73787 


Abg73787 


Human turn 


7 


750 


100 


. 0 


390 


7 


ADC35176 


Adc35176 


Novel hum 


8 


750 


100 


.0 


390 


8 


ADF91425 


Adf 91425 


TSG101 #S 


9 


750 


100 


.0 


390 


8 


ADL82957 


Adl82957 


Human PRO 



10 


750 


100 


. 0 


390 


8 


ADN12 2 56 


Adnl 99 56 


Mn man TQn 
ITi nil Id 1 1 ± Ow 


11 


750 


100 


. 0 


390 


8 


AD04 3 9 15 


Ado4 39 3 5 


JTi LllllClll J. O VJ 


12 


750 


100 


. 0 


390 


8 


AD0432 33 




Human T^fi 

1 1 Vi. 11 LCI 11 X OVJ 


13 


750 


100 


. 0 


390 


8 


ADP82 614 


Adn82 61 4 


Human hum 

n VI 1 1 LCI 11 L- Ll L 1 1 


14 


7 05 


94 


. 0 


380 


2 


AAW1 9111 

linn _i_ _i_ _i_ _i_ 


Aawl 9111 
rid w x j x x x 


Human t*nm 
nixuicxii l— IX ILL 


15 


693 


92 


u 4 


3 91 




AAE34 8 84 


Aa<»34 884 

net c. jt qui 


MmiQP Ten 
i ju no c i oy 


16 


693 


92 


, 4 


391 


7 


ADB8 52 2 8 


Adb8 5 99 8 


riuuoc l— 111 L L 


1 7 
x i 


O "* © 


86 


_ 4 


38 1 

J O X 


o 


AAW1 91 1 o 

nrtn x J X X U 


Aawl 9110 
-rt.Cl W X _7 X X VJ 


Moiicp hum 


18 


648 


86 


. 4 


381 


2 


AAW9342 5 


Aaw93 42 5 


nu li o c uovj 


19 


648 


86 


a 4 


381 




ARG737 8 8 


Ahd7178 8 


Mi i v "i n P t~ c 


2 0 


648 


86 


. 4 


3 81 


7 


ADC 3 51 7 8 


Adr3 517 8 

.M.VX L- -J J X / o 


Hi i m a n hen 

nLLIIlCLll L.DVJ 


21 


479 


63 


. 9 


90 


3 


AAG016 8 9 


AaaO 168 9 


Human goo 

H LlllLClll o c v^ 


22 


427 


56 


, 9 


379 


5 


ARP4355 1 

nJj r t j j j i 


Abn4 3 551 


T.- 1 arhai-P 
u i aL- La lc 


23 


427 


56 


. 9 


379 


8 


ADH13697 


Adhl3 697 


Human EWZ 




363 

J Q J 


4 8 


B 4 


341 


4 


AAR93473 


Aab93471 


Human 
nixiiLcill Lyxvj 


9 5 


363 


4 8 


# 4 


4 "3 3 


7 


AT*)M9 934 0 


Adm9 914 0 


Human rnv 
nu.uid.il iiuv 


26 


346 


46 


. 1 


146 


3 


AAB53717 


Aab53717 


Human col 


27 


331 


44 


. 1 


452 


4 


AAU2 3116 


Aau2 3 1 1 6 

rvc*. Ll -> X X o 


Un^rp 1 hum 

1*1 U V C 1 1 1 Ll I L I 


28 


328 


43 


. 7 


73 


8 


AB055495 


Abo554 95 


Human npn 
n n 1 1 Lei 1 1 y cli 


2 9 


2 76.5 


36 


t 9 


398 


3 


AAG063 7 0 


Aaa06370 
/-lay woo /v/ 


rt.x aJJ x uu «D 


30 


276.5 


36 


. 9 


3 98 


8 


ADN7 3 2 83 


Adn7 3 9 83 


Tna 1 o rrp 

IXXu J.C L<1C 


3 1 


276.5 


36 


. 9 


412 


3 


AAG063 69 


AaaO 63 69 


rtl ClU X L1LJ ky O 


32 


245.5 


32 


9 7 


340 


3 


AAG0 63 71 

rtrt. VJ V U J /X 


Aaa06371 


ZiT~abT Hnnc 
ax cujiuupo 


33 


239 


31 


, 9 


331 


4 


ABB64607 


Abb64 6 07 


i-/ x vj o vj ky ii x x 


34 


201.5 


2 6 


B 9 


322 


3 


AAG1 3 898 


Aaal 3898 


rll CLJaJ X UU O 


35 


107 


14 


. 3 


307 


5 


ABP41729 


AbD4172 9 


Human ova 


^ 6 




1 4 
x*± 


* x 


19 3 




AHH0374 0 


Aba03740 


1NUVC1 XlLXlll 


37 


89 . 5 


11 


. 9 


527 


4 


AAM80181 


Aa.m80181 


Human nro 


3 8 


QQ E 
O J . J 


1 1 

-L X 


Q 


1 648 

X D t O 




AAR4 1 1 74 


Aab4 3 1 74 


Human OPT? 
nLiiuciii \j ±\.r 




Q Q C 


1 -L 




loo / 


ft 


A ATS Q C E £ A 




riuiuan pro 


40 


89.5 


11 


. 9 


4829 


4 


AAB97833 


Aab97833 


Human apo 


41 


89 


11 


.9 


288 


3 


AAG13899 


Aagl3899 


Arabidops 


42 


88 


11 


.7 


18 


8 


ADN12257 


Adnl2257 


Human TSG 


43 


85.5 


11 


.4 


192 


3 


AAG04759 


Aag04759 


Arabidops 


44 


85.5 


11 


.4 


254 


7 


ADH88640 


Adh8864 0 


Enterococ 


45 


85.5 


11 


.4 


258 


7 


ADC94862 


Adc94862 


E. faeciu 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score : 
Sequence : 

Scoring table: 



Searched: 



December 20, 2004, 15:40:45 / Search time 12.8861 Seconds 

(without alignments) 
1045.338 Million cell updates/sec 

US -10-053-97 5 A- l_COPY_l_14 0 
750 

1 MAVSESQLKKMVSKYKYRDL QSDLLGLIQVMIWFGDEPP 140 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



283416 



Database 



PIR_79:* 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length DB 


ID 


Description 


1 


299.5 


39.9 


404 


2 


H88650 


protein C09G12.9 [ 


2 


96.5 


12.9 


179 


2 


T34367 


hypothetical prote 


3 


95.5 


12 .7 


212 


2 


S74288 


hypothetical prote 


4 


87 . 5 


11.7 


4845 


2 


T31067 


BIR repeat contain 


5 


83.5 


11. 1 


666 


2 


T40172 


Glucose inhibited 


6 


82.5 


11.0 


940 


2 


AD1374 


internalin protein 


7 


80 


10.7 


423 


2 


T15350 


hypothetical prote 


8 


80 


10.7 


940 


2 


AB1744 


internalin protein 


9 


79.5 


10.6 


800 


2 


T26683 


hypothetical prote 


10 


79 


10.5 


1088 


1 


P1XRPR 


inner layer protei 


11 


78 . 5 


10.5 


194 


2 


S57619 


ubiquitin conjugat 


12 


78.5 


10 .5 


1088 


1 


P1XRSR 


inner layer protei 


13 


78.5 


10.5 


1088 


2 


S13558 


VP1 protein - bovi 



14 


77 


10 . 


, 3 


1088 


2 


S39261 


VP 1 nrnf pin - nnrr 


15 


76 . 5 


10 . 


2 


144 


2 


G90107 


lib i cs\i 1 1* *i n — rnn n nrra t~ 


16 


76.5 


10 . 


, 2 


458 


2 


T13 8 19 




17 


76 


10 . 


1 


666 


2 


D425 10 


Will piULClil VaLL 


18 


76 


10 . 


1 


763 


2 






19 


75 . 5 


10 . 


, l 


708 


2 


T4 7650 


x\_LJ \_ LI CH1E3UU1 LCI JL 1 


20 


74 . 5 


9 , 


9 


147 


2 


D901 2fi 

J--' J U ± ti U 


nhi rrn ■> 1~ i ti — rnn -liinaf- 
UUll|ul ) — L 11 l^Ull j uyaL 


21 


74 . 5 


9 . 


9 


754 


2 


AG1265 


I-/ 1 U 111 CW^JW-L L. 1 1 L~ 111 


22 


74 . 5 


9 . 


, 9 


1088 


1 


P1XRBR 


Xllll^. J. 1 a V 1 L/ 1 W U» 1 


23 


73 . 5 


9 . 


8 


247 


2 


JU0393 


ksrs^iiri n - Mnnnn 1 

JvCll C*. O H. 1 ± 11 UU11M Ul 


24 


73 . 5 


9 , 


8 


247 


2 


JC5032 

W V V mj 


jvaiasuiiii 0 nit 


25 


73 . 5 


9 . 


8 


289 


1 


RLTZT 


rRNA N-al vrnc?! Harp 


26 


73 . 5 


9 . 


8 


289 


2 


JC5606 

W ^ V V V 


lea T~a T" "i n P — Tr"i r 


27 


73 . 5 


9 . 


8 


1738 


2 


S20614 


uii 0 cz- i. vcu xiy uu uiic l 


28 


73 


9 t 


7 


2 96 


2 


F91145 


j-j 1 uuajj j. c nit; uiiy _l l. 1 a. 




/ .J 


9 t 


7 


2 96 


2 


DQCQQ1 
O O 3 y Zs -L 


pioDoDic me tny x tr a 


30 


73 


9 t 


7 


2 96 


2 


H65 118 


Iiy LyiJUIltrUXCcix adclll 


31 


72 . 5 


9 . 


7 


154 


2 


JC6163 

x*- W _1_ 


iibi mi "i h*i ti - pnn ~i una t~ 

uuiv^ui i.±ii Lunj uyaL 


32 


72 . 5 


9 . 


7 


269 


2 


F85063 


hvr>ni"hpfi ral nrnhp 

11 _y £S L11C t L L. d X ^ I U LC 


33 


72 . 5 


9 . 


7 


803 


2 


S76106 


h\/T*if'>t - h^t* "i r*a 1 T*iT-r*i1~^ 


34 


72 


9 . 




218 


2 


B53516 




35 


72 


9 . 


6 


475 


1 


S46941 


f~ T*a n «5 1 at* i on "i n "i 1~ i a 

' — l alio la 1 — LUll 1111 UXd 


36 


71 . 5 


9 . 


5 


295 


2 


AC2357 


xjiMn. iuc uiiy 1 l>i alio lei 


37 


71 . 5 


9 . 


5 


626 


2 


T08926 


hvoot" hipt" "i e*a 1 nrnt 

iiy yw^ii^ uivcii Lsiv^l-w 


38 


71 


9 . 


5 


778 


2 


B71164 


ui uuajjic jjc La y ct 1 d 


39 


70 . 5 


9 . 


4 


240 


1 


C69114 


conserved hvDothet 


40 


70.5 


9. 


4 


566 


2 


A59285 


myosin-VIIa motor 


41 


70 


9. 


3 


702 


2 


S59428 


probable membrane 


42 


70 


9. 


3 


888 


1 


GNLJHD 


pol polyprotein - 


43 


69.5 


9. 


3 


154 


2 


T13578 


ubiqui t in-con jugat 


44 


69.5 


9. 


3 


230 


2 


T16479 


hypothetical prote 


45 


69.5 


9. 


3 


238 


2 


AH0164 


arginine transport 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: December 20, 2004, 15:26:03 ; Search time 67.7067 Seconds 

(without alignments) 
1189.726 Million cell updates/sec 

Title: US -10-053- 97 5A- 1_C0PY_1_14 0 

Perfect score: 750 

1 MAVSESQLKKMVSKYKYRDL QSDLLGLIQVMIWFGDEPP 14 0 



Sequence : 
Scoring table: 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 

Searched: 1825181 seqs, 575374646 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



1825181 



Post-processing : 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

UniProt_02 :* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 

NO. 


Score 


Query 

Match Length DB 


ID 


Description 


1 


750 


100.0 


390 


1 


T101_HUMAN 


Q99816 homo sapien 


2 


750 


100.0 


390 


2 


Q9BUM5 


Q9bum5 homo sapien 


3 


693 


92 .4 


391 


1 


T101_MOUSE 


Q61187 mus musculu 


4 


693 


92.4 


391 


2 


Q6IRE4 


Q6ire4 rattus norv 


5 


693 


92.4 


391 


2 


AAH70951 


Aah70951 rattus no 


6 


693 


92 .4 


392 


2 


Q9I8G8 


Q9i8g8 chelonia my 


7 


684 


91.2 


391 


2 


Q7TSE5 


Q7tse5 rattus norv 


8 


676 


90.1 


326 


2 


Q6DDX9 


Q6ddx9 xenopus lae 


9 


673 


89.7 


394 


2 


Q6NUD5 


Q6nud5 xenopus lae 


10 


673 


89.7 


394 


2 


AAH68660 


Aah68660 xenopus 1 


11 


670 


89.3 


395 


2 


Q6P2Z8 


Q6p2z8 xenopus tro 


12 


670 


89.3 


395 


2 


AAH64236 


Aah642 3 6 xenopus t 


13 


650 


86.7 


390 


2 


Q6IQ70 


Q6iq70 brachydanio 


14 


650 


86.7 


390 


2 


AAH71540 


Aah7 15 4 0 brachydan 


15 


522 


69. 6 


114 


2 


Q7T2M2 


Q7t2m2 ameiurus ne 



16 


454 


60 . 


, 5 


249 


2 


O8MOZ0 


O8mcrz0 drosorihila 

\£ w li L *H V/ Li. JL L/ L7 VkJll jl l\ 


17 


454 


60 . 


, 5 


408 


2 


Q9WA7 


09wa7 drosoishila 


18 


428 


57 , 


, l 


402 


2 


0706B6 


07cr6b6 anonheles a 

V/ / LJ w x«/ L* diiw X w w 


19 


427 


56 . 


, 9 


379 


2 


O8IX04 


O8iy04 homo sani pn 


20 


415 


55 . 


, 3 


174 


2 


008761 


008761 mus musculu 


9 1 

Z X 


4 0 9 R 


R4 


. o 


94 9 


2 




n7t"rrH^ mil 6 ? mu 1 n 


22 


3 97 


52 . 


, 9 


471 


2 


06DBY5 


06dbvS brachvdanio 


23 


363 


4 8 , 


, 4 


177 


2 


Q96FF5 


09 6 f f 5 homo saDien 


24 


363 


48 . 


, 4 


341 


2 


Q9NUX7 


Q9nux7 homo sapien 


25 


342 


45 . 


. 6 


425 


2 


076258 


07625 8 caenorhabdi 


96 

z o 


j j j 


44 


, 4 


357 


2 


O6P2F0 


O6n2f0 homo sanien 


27 


333 


44 


. 4 


357 


2 


AAH64566 


Aa.h.64566 homo sapi 


9 ft 
z o 


9 ft n 

z o yj 


1 7 


-i 
. j 


111 


2 


08BU96 


Oftbu96 mus musculu 


9 9 

Z J7 


Z / O . -J 


3 6 


t 9 


3 98 


2 


09LHG8 


O91ho8 arabidoDsis 




9 R9 R 


33 


, 7 


368 


2 


Q9FFY6 


09f fv6 arabidoDsis 


1 1 


252 


33 


. 6 


580 


2 


Q7S4R9 


07s4ir9 neuirosooira 


7 9 
J z 


9 T 9 


9 ft 
z o 


"3 
. -3 


4 09 

rt <J z 


9 

z 




OfTfac'K7 nrv7a caH V 

yUC u U / ^X.jrZid. Du 1 L V 


^ 


1 R9 R 


9 0 

Z VJ 




4 96 


2 


06BID5 


06bid5 debarvomvce 


34 


15 0 


20 


. 0 


385 


1 


ST22 YEAST 


P25604 saccharomyc 




-i. ~j *j 


2 0 


. 0 


468 


2 


06FS9 9 


Q6fs29 Candida gla 




12 0.5 


16 


t 1 


376 


2 


P78998 


P7 8998 saccharomyc 


7 


x u y . j 


1 4 


. o 


44 5 

•i n j 


2 


Q75EU1 


075eul ashbva cross 


^ ft 


109.5 


14 


. 6 


445 


2 


AAS 503 6 0 


Aas5 0360 ashbva ao 


9 


9fi R 


12 


g 9 


17 9 


2 


Q22577 


Q22577 caenorhabdi 


40 


93 


12 


.4 


378 


2 


Q873M7 


Q873m7 yarrowia li 


41 


93 


12 


.4 


378 


2 


Q6C148 


Q6cl48 yarrowia li 


42 


89.5 


11 


.9 


1867 


2 


Q9H8B7 


Q9h8b7 homo sapien 


43 


89.5 


11 


. 9 


4829 


1 


BIR6_HUMAN 


Q9nr09 homo sapien 


44 


88.5 


11 


. 8 


694 


2 


Q759K3 


Q759k3 ashbya goss 


45 


88.5 


11 


.8 


694 


2 


AAS52194 


Aas52194 ashbya go 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



December 20, 2004, 15:24:58 ; Search time 49.1794 Seconds 

(without alignments) 
809.667 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-053-975A-1_COPY__14 0_250 
615 

1 PVFSRPISASYPPYQATGPP ISAVSDKLRWRMKEEMDRAQ 111 



Scoring table : 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



2002273 seqs, 358729299 residues 



Total number of hits satisfying chosen parameters: 2002273 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : A_Geneseq_2 3Sep04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2 003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


615 


100. 


0 


307 


5 


ABP41729 


Abp4172 9 Human ova 


2 


615 


100. 


0 


380 


2 


AAW19111 


Aawl9111 Human turn 


3 


615 


100. 


0 


390 


2 


AAW93424 


Aaw93424 Human NHT 


4 


615 


100. 


0 


390 


5 


ABP52191 


Abp52191 Human turn 


5 


615 


100. 


0 


390 


'6 


AAE34885 


Aae34885 Human Tsg 


6 


615 


100. 


0 


390 


6 


ABG73787 


Abg73787 Human turn 


7 


615 


100. 


0 


390 


7 


ADC35176 


Adc35176 Novel hum 


8 


615 


100. 


0 


390 


8 


ADF91425 


Adf91425 TSG101 #S 


9 


615 


100. 


0 


390 


8 


ADL82957 


Adl82 957 Human PRO 



10 


615 


100 


. o 


390 


8 


ADN12256 


Adnl2256 


Human TSG 


11 


615 


100 


. 0 


3 90 


8 


AD04 3 235 


Ado4 3 2 3 5 


Human TSO 


12 


615 


100 


. 0 


390 


8 


AD043233 


Ado4 32 33 


Human TSG 


13 


615 


100 


. 0 


390 


8 


ADP82614 


Ado82614 


Human turn 

11ULUU11 IX Ill 


14 


570 . 5 


92 


. 8 


381 


2 


AAW19110 


Aawl9110 


Mouse* turn 

i 1U Vai O _. Mill 


15 


570 . 5 


92 


. 8 


381 


2 


AAW93425 


Aaw934 25 


Mouse tsa 


16 


570 . 5 


92 


. 8 


381 


6 


ABG737 88 


Aba737 88 


Murine ts 


17 


570 . 5 


92 


. 8 


381 


7 


ADC35178 


Adc3 517 8 


Human rsa 


18 


570 . 5 


92 


. 8 


391 




AAE34884 


Aae34 8 84 


Moi i pp Tsa 


19 


570.5 


92 


. 8 


391 


7 


ADB85228 


Adb8 52 2 8 


Mouse "hum 


20 


419 


68 


. i 


237 


4 


AAE09328 

ami 1 1 v y J U 


Aae09328 


Human i n t - 

11 U lllu.ll 111 L 


21 


209 


34 


. 0 


331 


4 


ABB64607 


Abb64607 


DTOSorih i 1 


22 


144 


23 


, 4 


218 


4 


ABG18 83 3 


Abal8 83 3 


Uo 1 hum 


23 


140 . 5 


22 


. 8 


148 


3 


AAY8 6515 


Aav8651 5 


Human opn 

iiuiuaii yen 


24 


140 . 5 


22 


. 8 


148 


5 


ABB9743 1 


Abb974^1 


Move! hum 


25 


140 . 5 


22 


. 8 


14 8 




AB05367 9 


Abo53679 


Novel hum 


26 


140 . 5 


22 


. 8 


176 


4 


AAG7 5132 


Aaa7 5132 


Human col 


2 7 


13 8.5 


22 


. 5 


4 85 


3 


AAB 5 7 0 8 6 


Aab57086 


Human nrri 

IlLi.UlCl.il pi U 


28 


137 . 5 


22 


. 4 


466 


2 


AAR07084 


Aar07084 


Recombina 


29 


137.5 


22 


. 4 


466 


6 


ABO07215 


Abo07215 


Human p53 


30 


137 . 5 


22 


. 4 


466 


7 


ADD47589 


Add4 75 89 


Human Pro 


31 


137.5 


22 


. 4 


466 


7 


ADI15879 


Adil587 9 


Human PP 

X X LAI 1 It* X X XT -i_ 


32 


137 . 5 


22 


. 4 


466 


7 


AD J6 8571 


Adi 68571 


Human hea 


33 


136.5 


22 


. 2 


258 


3 


AAB44500 


Aab44500 


Plant viir 


34 


134 . 5 


21 


. 9 


244 


3 


AAG40015 


Aaa4 0015 


Arabidorjs 


"3 5 


134.5 


2 1 


9 9 


245 


3 


AAG3 8 0 5 9 


Aaa3 8 05 9 


Arahi dons 




134.5 


2 1 


_ 9 


245 


3 


AAG0588 9 


Aaa05 88 9 


ATabi dons 

^i.-L CI U J- UUp D 


37 


134 . 5 


2 1 


. 9 


247 


3 


AAG3 8058 


Aaa3 8 058 


Arabido'DS 

W4X^ -X- L/ w 


38 


134.5 


2 1 


, 9 


247 


3 


AAG05 8 88 


Aaa05 88 8 


Arab i don s 


39 


134 . 5 


21 


. 9 


263 


3 


AAG38057 


Aag38057 


Arabidops 


40 


134.5 


21 


.9 


274 


3 


AAG05887 


Aag05887 


Arabidops 


41 


130 


21 


.1 


172 


4 


ABG18832 


Abgl8832 


Novel hum 


42 


127 .5 


20 


.7 


262 


8 


ADN17284 


Adnl72 84 


Chicken g 


43 


127 .5 


20 


.7 


505 


2 


AAY07117 


Aay07117 


Lung cane 


44 


127.5 


20 


.7 


505 


6 


ABO07216 


Abo07216 


Human p53 


45 


127.5 


20 


.7 


505 


7 


ADJ68733 


Adj68733 


Human hea 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



December 20, 2004, 15:40:45 ; Search time 10.2168 Seconds 

(without alignments) 
1045.338 Million cell updates/sec 

US-10-053-975A-1__COPY_140_250 
615 

1 PVFSRPISASYPPYQATGPP I S AVSDKLRWRMKEEMDRAQ 111 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



283416 



Post-processing : 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

PIR 79:* 



pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 


Description 


1 


186 


30 


2 


404 


2 


H88650 


protein C09G12 . 9 [ 


2 


145.5 


23 


7 


169 


2 


T34520 


hypothetical prote 


3 


131.5 


21 


4 


488 


1 


LUHU7 


annexin VII, long 


4 


127.5 


20 


7 


198 


2 


D70509 


hypothetical prote 


5 


127.5 


20 


7 


505 


2 


A53152 


annexin XI - human 


6 


123 .5 


20 


1 


503 


1 


LURB11 


annexin XI - rabbi 


7 


122 .5 


19 


9 


279 


2 


T05421 


hypothetical prote 


8 


122 .5 


19 


9 


463 


2 


S29170 


annexin VII - mous 


9 


121.5 


19 


8 


1880 


2 


T18531 


tractin - medicina 


10 


119.5 


19 


4 


671 


2 


T36037 


probable export as 


11 


118 


19 


2 


176 


2 


A86441 


hypothetical prote 


12 


116.5 


18 


9 


316 


2 


T20497 


hypothetical prote 


13 


115.5 


18 


8 


177 


2 


S65780 


glycine/proline -ri 



14 


115 . 5 


18 


. 8 


491 


2 


S14182 


DNA- directed RNA n 


15 


115 . 5 


18 


. 8 


650 


2 


S14181 


DNA- directed RNA p 


16 


115 


18 


, 7 


240 


2 


D70894 


■nrohantl f* nra nfnfp 


17 


115 


18 


. 7 


564 


2 


H70804 


J Jr ux^a X k> x. \— 


18 


113 


18 


. 4 


481 


2 


F86208 


protein F22G5.30 [ 


19 


112 


18 


. 2 


1357 


2 


T29265 


hvnrit - hf»t~ "i ra 1 rirnt*p 


20 


112 


18 


. 2 


1691 


1 


S22917 


collaaen alr>ha 5(1 


J. 


111 . 5 


-L O 


m i 


104 9 


i 




pnl 1 a fT^n a 1 t»Vi ^ 1 / T 


22 


111 


18 


. 0 


214 


2 


T10737 


extens in- like cell 


23 


111 


18 


. 0 


214 


2 


T09854 


pi Ul J.11C J- -LI- 11 V— -1 — L 


24 


111 


18 


. 0 


2715 


2 


T13049 


CjrCllU Li Ul L J — l y 


25 


110.5 


18 


. 0 


3 88 


2 


JC5437 


eril n ppneomp -3 cqoti 


26 


110 . 5 


18 


. 0 


451 


2 


B70792 


hvrjot he fc i ca 1 nrntp 


27 


110 . 5 


18 


. 0 


977 


2 


S14183 


DNA- directed RNA p 


28 


110 


17 


. 9 


324 


2 


G86222 


hvDothpt* i pa 1 nrnfp 


29 


110 


17 


. 9 


324 


2 


T51602 


o Vi or* lc nrnf o -i -n 


30 


110 


17 


. 9 


503 


1 




annpyin XT "Form A 


31 


110 


17 


m 9 


505 


1 


32 3447 


annpyin YT f nrm "R 


32 


109.5 


17 


. 8 


1008 


2 


T04462 


hvnn1"hpf "i ral Tn^o1~f=» 

lljr^/UUllC U-LLdX pi UL.C 


33 


109 . 5 


17 


. 8 


1069 


2 


D85383 


hvnothefc i ra 1 nrotp 


34 


108 . 5 


17 


. 6 


428 


2 


T24 769 


hvnothet i ra 1 nrotp 

ii y ky u* j. w u «i» k-/ x. v- 


35 


108 


17 


. 6 


467 


2 


A2 7 6 7 7 


DNA-diT*prt"pd PNA n 


36 


108 


17 


. 6 


1932 


1 


A28490 


DNA-directed RNA d 


37 


108 


17 


. 6 


1970 


1 


S2 1054 


DWA-rii rprtpd RNA r> 


38 


108 


17 


. 6 


1970 


2 


138186 


RNA Dolvmerase II 

IVli k/ N-/ 1 V ill w X* wl- 0 ^ _k -L. 


39 


107 . 5 


17 


. 5 


179 


2 


A85217 


hypothetical prote 


40 


107.5 


17 


. 5 


277 


2 


T04441 


hypothetical prote 


41 


107.5 


17 


. 5 


569 


2 


S42886 


collagen - silkwor 


42 


107.5 


17 


.5 


886 


2 


150694 


collagen alpha 1(1 


43 


107 


17 


.4 


199 


2 


S14981 


extensin class I ( 


44 


107 


17 


.4 


299 


2 


T29956 


hypothetical prote 


45 


106.5 


17 


.3 


294 


2 


A49688 


lactose -binding le 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



December 20, 2004, 15:26:03 ; Search time 53.6817 Seconds 

(without alignments) 
1189.726 Million cell updates/sec 

US-10-053-975A-1_COPY_140_250 
615 

1 PVFSRPISASYPPYQATGPP ISAVSDKLRWRMKEEMDRAQ 111 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1825181 seqs , 575374646 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1825181 



Database 



UniProt_02 :* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match Length DB 


ID 


1 


615 


100 


.0 


390 


1 


T10 INHUMAN 


2 


615 


100 


. 0 


390 


2 


Q9BUM5 


3 


570.5 


92 


. 8 


391 


1 


T101_MOUSE 


4 


552 .5 


89 


.8 


391 


2 


Q6IRE4 


5 


552 .5 


89 


. 8 


391 


2 


AAH70951 


6 


545.5 


88 


.7 


391 


2 


Q7TSE5 


7 


529 


86 


.0 


392 


2 


Q9I8G8 


8 


405 .5 


65 


.9 


390 


2 


Q6IQ70 


9 


405.5 


65 


.9 


390 


2 


AAH71540 


10 


383 .5 


62 


.4 


395 


2 


Q6P2Z8 


11 


383.5 


62 


.4 


395 


2 


AAH64236 


12 


383 


62 


.3 


394 


2 


Q6NUD5 


13 


383 


62 


.3 


394 


2 


AAH68660 


14 


209 


34 


.0 


408 


2 


Q9WA7 


15 


194 


31 


.5 


425 


2 


076258 



Description 



Q99816 homo sapien 
Q9bum5 homo sapien 
Q61187 mus musculu 
Q6ire4 rattus norv 
Aah70951 rattus no 
Q7tse5 rattus norv 
Q9i8g8 chelonia my 
Q6iq70 brachydanio 
Aah7154 0 brachydan 
Q6p2z8 xenopus tro 
Aah642 36 xenopus t 
Q6nud5 xenopus lae 
Aah68660 xenopus 1 
Q9wa7 drosophila 
076258 caenorhabdi 



16 


166 . 5 


27 


. i 


402 


2 


0706B6 


07rrfifofi anoDhRl f^cj a 


17 


152 


24 


, 7 


249 


2 


O8MOZ0 


Oflmrr^O Hrnc; onVi "i 1 a 

\£ (J L I IV^ £j \J UI UDUplll la 


18 


145 . 5 


23 


. 7 


148 


2 


09NT08 




19 


145 


23 


. 6 


485 


2 


O804G3 


O804cr3 brachvdam' o 


20 


145 


23 


. 6 


485 


2 


AAH68366 


Aah68366 brachvdan 


21 


140 . 5 


22 


. 8 


148 


2 


Q6NXQ6 


06nxcr6 homo sanien 


22 


140 .5 


22 


. 8 


148 


2 


Q9NZ81 


Q9nz 8 1 homo sapien 


23 


140 . 5 


22 


. 8 


148 


2 


AAH66943 


Aah66943 homo saDi 


24 


137 . 5 


22 


. 4 


466 


1 


ANX7 HUMAN 


P20073 homo sanien 


25 


137 . 5 


22 


. 4 


466 


2 


BAB93492 


Bab93492 homo sani 


26 


137 . 5 


22 


. 4 


466 


2 


AAP35851 


Aar>3 5 851 homo sani 


27 


137 . 5 


22 


. 4 


466 


2 


CAG2 8614 


Caci9Rfi14. homo cani 


28 


136 


22 


. l 


483 


2 


Q7T391 


07t391 brarhvdani o 


29 


134 . 5 


21 


. 9 


247 


2 


Q945K9 


0945k9 arabidoDsis 


30 


134 . 5 


21 


. 9 


247 


2 


AAT41866 


Aat41866 arabidons 

**v* W * JL W \J w LA. X. LA Jm* JL vj- 


31 


130 


21 


. l 


664 


2 


Q6CDQ5 


06cd.cr5 varrowia li 

V «w V*4.V^ V LA X. J_ V-/ W JL la JL _1_ 


32 


129 . 5 


21 


. i 


332 


2 


080GD9 


ORnad 9 crallnc; era 1 1 


33 


128 . 5 


20 


, 9 


345 


2 


Q9ESF4 


09esf4 mus musculu 

\£ *r kd> A_ A III \JL kj> III LA hJI LA JL 


34 


127 . 5 


20 


. 7 


198 


2 


086316 


086316 mvcobacfceiri 


35 


127 . 5 


20 


. 7 


201 


2 


Q7D8K1 


07d8kl mvrobartPTi 


36 


127 . 5 


20 


. 7 


262 


2 


Q90713 


090713 aallus aall 

S \J 1 JL -mJ LA JL JL LA iL7 LA JL JL 


37 


127 . 5 


20 


, 7 


471 


2 


Q9LD3 1 


OQld"^1 rrvnt^hprndi 


38 


127 . 5 


20 


. 7 


505 


1 


ANXB HUMAN 


P^099R homo cjani 


39 


127.5 


20 


. 7 


505 


2 


CAG2 9319 


Cag2 9319 homo sapi 


40 


126.5 


20 


. 6 


137 


2 


Q9CQJ5 


Q9cqj5 m mus muscu 


41 


126.5 


20 


. 6 


171 


2 


Q7SA74 


Q7sa74 neurospora 


42 


126 


20 


.5 


192 


2 


Q9VKM5 


Q9vkm5 drosophila 


43 


126 


20 


.5 


343 


2 


Q8IVW7 


Q8ivw7 homo sapi en 


44 


126 


20 


.5 


371 


2 


Q7Z429 


Q7z42 9 homo sapien 


45 


126 


20 


.5 


868 


1 


PD6I_HUMAN 


Q8wum4 homo sapien 
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